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Sequences and alignments
Proteins with sequence similarity to pepper Bs3 were identified by BLAST searching of databases at the National Center for Biotechnology Information (www.ncbi.nlm.nih.gov/BLAST/) and the SOL Genomics Network (http://www.sgn.cornell.edu/tools/blast/). FMO-like sequences from Arabidopsis were retrieved from TAIR (www.arbidopsis.org).
Chromatin immunoprecipitation (ChIP)
For ChIP, 3 g pepper ECW or ECW-30R leaf material was harvested 12 hpi with X. campestris pv. vesicatoria strains 82-8 and 82-8ΔhrcV, respectively. ChIP was performed as described (S9) with the following modifications: All buffers were supplemented with DTT instead of β-mercaptoethanol. 1x complete (Roche, Mannheim, Germany) was used as proteinase inhibitor.
The chromatin was sonicated 6x 20 sec with a Branson sonifier G250 (output control 3) and diluted 1:8.5 with ChIP dilution buffer. 100 µl pre-cleared chromatin solution was saved as input control, the rest was subjected to immunoprecipitation with 15 µl of affinity-purified and depleted AvrBs3-specific antibody Sta7 (10). The recovered DNA was analyzed by semiquantitative PCR with input DNA as loading control. Different PCR cycle numbers were tested for both input and co-precipitated DNA. 
Electrophoretic mobility shift assay (EMSA)
For DNA binding studies, GST fusion proteins were purified from E. coli BL21 with Glutathione Sepharose 4B (GE Healthcare Bio-Sciences AB, Uppsala) and the protein concentration was determined by Bradford protein assay (BioRad, Hercules, CA, U.S.A.). Complementary pairs of nonlabeled or 5´-biotin-labeled oligonucleotides were annealed. EMSA was performed with the Light Shift ® Chemiluminescent EMSA Kit (Pierce, Rockford, IL, U.S.A.) according to the manufacturer's protocol. The following parameters were used: Binding reactions contained 12 mM Tris-HCl (pH 7.5), 60 mM KCl, 1 mM DTT, 2.5% Glycerol, 5 mM MgCl 2 , 50 ng/µl poly(dI•dC), 0.05% NP-40, 0.2 mM EDTA, 50 fmol biotin-labeled DNA, 0-10 pmol unlabeled DNA, 60-600 fmol GST fusion protein. The binding reactions were kept on ice for 10 min before biotin-labeled DNA was added. Gel electrophoresis was performed on a 6% native polyacrylamide gel. After blotting to a positively charged nylon membrane (Roche) the DNA was linked by baking at 100°C for 1 h. and similar amino acids present in ≥ 50% of sequences (on grey background) were shaded using
Boxshade. Dashes (-) indicate gaps. 
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NPTVFEASDSVGGVWR-------------------------SCTYETTKLQSARVDYEFS PseudoFMO1 (AT5G45180) 27 HPQVFEASDSIGGVWR-------------------------KCTYETTKLQSVRVSYELS YUCCA03 (AT1G04610) 59 PFIILERANCIASLWQ-------------------------NRTYDRLKLHLPKQFCQLP YUCCA07 (AT2G33230) 54 PFVILERANCIASLWQ-------------------------NRTYDRLKLHLPKQFCQLP YUCCA05 (AT5G43890) 47 PFVVLERADCIASLWQ-------------------------KRTYDRIKLHLPKKVCQLP YUCCA09 (AT1G04180) 47 PFVVVERSDCIASLWQ-------------------------KRTYDRLKLHLPKKFCQLP YUCCA08 (AT4G28720) 47 PFVVLERADCIASLWQ-------------------------KRTYDRLKLHLPKQFCQLP Bs3 57 PYVIIERADCIASLWQ-------------------------HKTYDRLRLNVPRQYCELP YUCCA01 (AT4G32540) 43 PSLILERSDSIASLWK-------------------------SKTYDRLRLHLPKHFCRLP YUCCA04 (AT5G11320) 39 PSVILERTDCLASLWQ-------------------------KRTYDRLKLHLPKHFCELP YUCCA02 (AT4G13260) 50 PSLILERSTCIASLWQ-------------------------HKTYDRLRLHLPKDFCELP YUCCA06 (AT5G25620) 54 TSVLLERSNCIASLWQ-------------------------LKTYDRLHLHLPKQFCELP YUCCA10 (AT1G48910) 27 PNVILEKEDIYASLWK-------------------------KRAYDRLKLHLAKEFCQLP YUCCA11 (AT1G2143) 31 PNIVVERDVCSASLWK-------------------------RRSYDRLKLHLAKQFCQLP Hs FMO1 (NP_002012) 26 EPTCFERSDDLGGLWRFTEHVEEG----------------RASLYKSVVSNSCKEMSCYS Sc FMO1 (NP_012046) 33 EIEIFVKDYDIGGVWHYPEQK-----------------SDGRVMYDHLETNISKKLMQFS AT1G62620 90 DFPFVVRSGVS--RDPRRFPSHGEVLAYLKDFAKEFGIEE---MVRFETEVVKVSP----AT1G63370 90 DFPFVVRSGVS--RDRRRFPSHGEVLAYLKDFAKEFGIEE---MVRFETEVVKVSP----AT1G62600 90 DFPFVIRSDVSESRDPRRFPSHGEVLAYLQDFAKEFAIEE---MIRFDTAVVKVAP----AT1G63390 90 DFPFVVRSGVSESRDPRRFPSHG-------------------------------------
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